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Each	  row	  represents	  a	  different	  modification	  site	  identified.	  The	  same	  peptide	  is	  listed	  twice	  for	  site	  ids	  
31	  and	  32	  and	  site	  ids	  36	  and	  37	  because	  the	  peptide	  was	  found	  to	  be	  modified	  twice.	  In	  addition,	  the	  
same	  modification	  site	  might	  be	  found	  on	  overlapping	  peptides,	  but	  only	  the	  best	  identified	  peptide	  is	  
listed.	  
A.	  Leading	  proteins:	  Uniprot	  identifiers	  of	  proteins	  where	  modification	  occurred	  
B.	  Gene	  name:	  Gene	  names	  of	  proteins	  where	  modification	  occurred	  
C.	  Positions	  within	  proteins:	  Position	  of	  modification	  in	  leading	  proteins	  
D.	  PEP:	  Posterior	  error	  probability	  of	  identification	  as	  calculated	  by	  MaxQuant	  
E.	  Modified	  sequence:	  Peptide	  sequence	  best	  identifying	  site	  of	  modification,	  actual	  site	  denoted	  as	  (gl)	  
F.	  GlyGly	  (K)	  Probabilities:	  Site	  localization	  probability	  within	  peptide	  as	  calculated	  by	  MaxQuant	  	  
G.	  Samples:	  Experiments	  where	  modification	  was	  detected	  
H.	  Previously	  Identified:	  Studies	  that	  had	  previously	  identified	  modification	  site	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